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In January 2017, an estimated 3,700 (93%) of 4,000 Khaki
Campbell ducks (Anas platyrhynchos domesticus) died in
Kampong Thom Province, Cambodia. We detected low
pathogenicity avian influenza A(H7N3) virus and anatid her-
pesvirus 1 (duck plague) in the affected flock; however, the
exact cause of the mortality event remains unclear.

Avian influenza viruses (AIVs) are negative-sense,
single-stranded RNA viruses normally found in wild
aquatic birds, the natural reservoir (/). Typically, AIVs do
not cause severe disease in domestic poultry; however, 2
ALV subtypes, H5 and H7 influenza A viruses, are capa-
ble of mutating to form highly pathogenic avian influenza
(HPAI) variants that can cause high rates of disease and
death in poultry flocks (2). In addition, establishment of
AlVs in domestic poultry increases the probability of zoo-
notic transmission to humans. Recent attention has focused
on H7 AIVs (particularly subtype H7NO in China) that have
become established in domestic poultry and repeatedly
transmitted to humans since 2013 (3). Influenza A(H7N3)
and A(H7N7) viruses have also been the causative agent in
historical poultry and human infections in Europe and the
Americas (2). Overall, the pathogenic and zoonotic poten-
tial of H7 strains makes them a substantial economic and
public health concern.
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Cambodia is a lower-middle-income country in
Southeast Asia with a large socioeconomic dependence
on agriculture. In 2015, a total of 57% of all households
in Cambodia had agricultural holdings, and 87% of these
households raised poultry (4). Poultry are generally reared
in backyards or on small-scale farms with minimal or no
biosecurity. Therefore, poultry diseases such as HPAI can
have devastating economic consequences. In 2013 alone,
~25 million chickens and 3.3 million ducks were either
traded or disposed of (slaughtered for sale or died) in Cam-
bodia. Of these, 22% of chickens and 18% of ducks were
reported to have died from illness (5). Although control
measures for HPAI in Cambodia include culling of poul-
try that is infected, suspected to be infected, or in contact
with infected/suspected poultry, reporting is minimal, and
no compensation mechanism exists. Since 2004, a total of
58 reported AIV outbreaks (mostly HPAI) have occurred
in poultry and wild birds (as of April 2018), and 56 human
influenza A(H5N1) cases (37 fatalities [case-fatality rate
66%]) have been reported in Cambodia (6).

The Study

In early January 2017, a free-range production flock of
4-month-old Khaki Campbell ducks located in Kampong
Thom Province in central Cambodia were found with loss
of appetite, depression, weakness, white-bluish diarrhea,
and swollen heads and eyes (Figure 1). Within days, *93%
(an estimated 3,700 of 4,000) had succumbed to disease.
The remainder of the flock was slaughtered. As part of a
routine investigation into the causative agent, we obtained
oropharyngeal and cloacal swab specimens and organs
from 4 of the affected ducks. The National Animal Health
and Production Research Institute of Cambodia performed
initial screening for the presence of AIV by real-time quan-
titative reverse transcription PCR (qRT-PCR). The Institut
Pasteur du Cambodge (IPC) verified the results and con-
ducted further analysis.

IPC confirmed by qRT-PCR that 2 of 4 ducks were
positive for influenza A virus. IPC successfully isolated vi-
ruses from both samples in embryonated chicken eggs (7)
and designated them A/duck/Cambodia/b0116502/2017
and A/duck/Cambodia/b0120501/2017. Next, the World
Health Organization’s Collaborating Centre for Reference
and Research on Influenza (Melbourne, VIC, Australia)
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" Figure 1. Location of duck
mortality event and detection
of influenza A(H7N3) virus in
Kampong Thom Province (gold
shading), Cambodia, January
2017. Open circle indicates exact
location of the mortality event.
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performed whole-genome sequencing on isolate RNA
using the Ton Torrent next-generation sequencing (NGS)
platform (Life Technologies, Carlsbad, CA, USA) and
analyzed NGS data by using CLC Genomic Workbench
10  (https://www.qiagenbioinformatics.com/products/clc-
genomics-workbench). Sanger sequencing with segment-
specific primers filled in any sequencing gaps (online
Technical Appendix Table 1, https://wwwnc.cde.gov/EID/
article/24/6/17-2099-Techapp1.pdf) using Big Dye Ter-
minator Reaction Mix (Applied Biosystems, Foster City,
CA, USA) on an ABI 3500xL Genetic Analyzer (Applied
Biosystems). IPC, in conjunction with the World Health
Organization’s Collaborating Centre for Reference and Re-
search on Influenza, used Geneious 9.1.8 (Biomatters Ltd.,
Auckland, New Zealand) to collate NGS and Sanger se-
quencing data, align strains, and analyze molecular mark-
ers. IPC submitted all sequences to GenBank (accession
nos. MG591682-MG591697; online Technical Appendix
Table 2). We used the maximum-likelihood method based
on the general time-reversible model to infer phylogenic

relationships and tree construction for each gene in MEGA
version 7 (8) with 500 bootstrap replicates for robustness.

Sequencing revealed that both isolates belonged to the
H7N3 subtype. Identification of H7 is not novel in Cambo-
dia. Prior studies in 2013 and 2015 in live bird markets have
identified low pathogenicity AIV (LPAIV) subtype H7 cir-
culating in chickens and ducks (6,7). Phylogenetic analyses
indicated that all of the gene segments from both H7N3 iso-
lates from Cambodia showed the highest degree sequence
similarity to each other and fell into the Eurasian lineage
of H7 viruses circulating in Asia, predominantly during
2012-2015. Neither strain shared genes with H7N9 viruses
associated with human cases in China (Table 1; Figure 2;
online Technical Appendix Figure 1-6). On a molecular
level, we determined both isolates to be LPAIVs, showing
a monobasic cleavage site, avian receptor specificity, and
genetic indications of susceptibility to neuraminidase and
matrix protein ion channel inhibitors (Table 2).

Because molecular data indicated that the H7N3
strains in this event were LPAIVs, these viruses were

Table 1. Sequence similarity between influenza A virus subtype H7N3 isolates and other influenza viruses, Cambodia*

Gene segment Strain with highest sequence identity Position, nt Identity, % GenBank accession no.
PB2 A/duck/Hunan/S11682/2015(H7N9) 1-2280 97 MF630450
PB1 A/duck/Hunan/S11682/2015(H7N9) 1-2274 97 MF630451
PA A/duck/Jiangxi/15867/2013(H10N3) 1-2151 97 KP285492
HA Alwild bird/Jiangxi/34458/2013(H7N7) 1-1683 97 KP417103
NP A/duck/Nha Trang/84/2014(HENG) 1-1497 98 LC050632
NA A/duck/Vietnam/OIE-2329/2009(H11N3) 4-1413 94 AB545596
MP A/duck/Hunan/S4443/2011(H11N9) 1-982 99 CY146719
NS A/duck/Vietnam/HU1-16/2014(H11N7) 1-838 98/99 LC070024

*HA, hemagglutinin; MP, matrix protein; NA, neuraminidase; NP, nucleoprotein; NS nonstructural; PA, polymerase; PB1, polymerase basic protein 1;

PB2, polymerase basic protein 2.
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Figure 2. Phylogenetic analysis of the H7 hemagglutinin (HA) gene (A) and N3 neuraminidase (NA) gene (B) of influenza viruses
isolated from ducks in Kampong Thom Province, Cambodia (boldface), and reference isolates. Trees were generated using the
maximum-likelihood method based on the general time-reversible model. Bootstrap values (n = 500) >70 are indicated. Light pink
shading indicates strains from Eurasia, blue shading indicates strains from North and South America, and dark pink shading indicates
H7N9 strains from China. Black dots indicate strains from human infections. GenBank accession numbers are provided for reference

isolates. Scale bars indicate substitutions per site.

probably not the sole causative agent for such high mortal-
ity during this outbreak. However, infection with LPAIV
H7N3 might have contributed to lethality by increasing

susceptibility to secondary infections. In an effort to iden-
tify other possible pathogens, we screened swab samples
and internal organs of the same ducks from the outbreak

Table 2. Genetic risk characteristics of influenza A virus subtype H7N3 isolates, Cambodia*

Amino acid Isolates in
Gene segment and risk factor change Cambodia Conclusionst  Reference
PB2
Mammalian host range marker and increased viral pathogenicity E627K E Avian specificity 9)
D701N D
HA
Multibasic cleavage site causing increased pathogenicity Multibasic PEPPKGR/GLF Monobasic (10)
Increased mammalian receptor specificity Q226L% Q Avian specificity (17)
G228St G
NA
Resistance to NA inhibitor antivirals H275Y§ H Sensitive to (12)
E119KY E oseltamivir
R292K R
MP
Resistance to M2 inhibitor antivirals L26F Q Sensitive to M2 (13)
V27A R inhibitors
A30T D
S31N \Y
G34E G

*HA, hemagglutinin; MP, matrix protein; MP2, matrix protein 2; NA, neuraminidase; PB2, polymerase basic protein 2.
tReceptor binding specificity and antiviral sensitivity is predicted based on sequence information and has not been experimentally confirmed.

FH3 numbering.
§N1 numbering.
YIN2 numbering.
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for the presence of anatid herpesvirus 1 (AnHV-1), com-
monly known as duck plague (/4). Two of the 3 carcasses
screened were positive for AnHV-1 in the liver; howev-
er, direct comparisons to swab samples cannot be made
because no information was available on the correlation
between swab samples and duck carcasses. AnHV-1 is
known to cause high mortality in duck flocks globally,
including in Cambodia, and co-infection with H7N3 vi-
rus and AnHV-1 might have contributed to the outbreak
(15). From swab samples, we confirmed co-infection with
AnHV-1 in the 2 H7N3 virus—positive ducks and 1 of the
2 H7N3 virus—negative ducks; however, our outbreak in-
vestigation revealed that ducks were retrospectively vac-
cinated against AnHV-1 with live attenuated vaccine once
the flock began to show signs of illness. Consequently,
because AnHV-1 vaccine can be detected by qRT-PCR
up to 6 days postvaccination (/4) and no specific date was
available for vaccination before sample collection, no di-
rect conclusions can be made about the associated contri-
bution of AnHV-1 and H7N3 to the mass mortality during
this outbreak. The extent and effect of such a co-infection
need to be investigated further.

Conclusions

Given the endemicity of AIVs in Southeast Asia, espe-
cially in Cambodia, understanding the prevalence and ef-
fect of AIV in the region is vital. Although the H7 viruses
identified during this outbreak were determined to be low
pathogenicity and their role as causative agents of duck
mortality remains unclear, continued active and passive
surveillance, as well as molecular characterization and
risk assessment, is crucial to identify, control, and pre-
vent AIVs in this region. Further work is also necessary
to understand the interplay of AIVs with other diseases of
poultry to determine the etiology of bird mortality events
in the region.
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Detection of Low Pathogenicity Influenza
Virus A(H7N3) during Duck Mortality Event,
Cambodia, 2017

Technical Appendix

Technical Appendix Table 1. Segment specific primers used to amplify H7N3 genes

Gene Segment and Primer ID Sequence of Primer Pairs 5’ to 3’
PB2
Pb2f5nc GCA GGT CAA ATATAT TCA ATATGG AGA G
Pb2r960 GCA TAT ATC CACAGC TTG TTC
Pb2f770 CAG AGT YTG ATC ATH GCT GC
Pb2a1621 TCC CAC ATC ATT GAK GAT GA
PB2F1143 GAT TCA RTT GAT AGT AAG TGG AA
PB2R2341 ATATGG TCT CGT ATT AGT AGAAACAAG GTCGTTT
PB1
Szpbl+ AGC AAA AGC AGG CAAACCAT
Pb1r1324 TCC GTC CCA CCAATATGT GG
Pb1f1230 ACT GAG TCC TGG CAT GAT GAT GGG
Pb1/-/5 TTCACTATTTTT GCC GTCTGAGTTCTTC
Pb1f913 TGA CTA ACT CAC CAA GAT ACT G
Pb1r1654 CTGTTG CTG GTC CAAGGTC
PA
PAUF AGC AAAAGC AGG TACTGAT
PA-1168 CTAACATCT TTG CAG TCC TC
PAF587 TGG GAT TCC TTT CGT CAATC
PA1498R TNG TYCTRCAYT TGC TTATCAT
PAF1151 CTC GGT GAG AACATGGCAC
PAR2234 TGG ACAGTATGG ATAGCAA
NS
NSF1 TAT TCG TCT CAG GGA GCA AAA GCA GGG TG
NS890R ATATCG TCT CGT ATT AGT AGA AAC AAG GGT GTT TT
NP
NPF859 AGT GGA TAT GAC TTT GAG AGA GAA
NPR1565 ATATCG TCT CGT ATT AGT AGA AAC AAG GGT ATTTTT

Technical Appendix Table 2. GenBank accession numbers of Cambodian H7N3 isolates

Virus Segment Number Gene Segment Accession Number

A/duck/Cambodia/b0120501/2017 1 PB2 MG591696
2 PB1 MG591695
3 PA MG591693
4 HA MG591683
5 NP MG591689
6 NA MG591687
7 M MG591685
8 NS MG591691

Al/duck/Cambodia/b0116502/2017 1 PB2 MG591697
2 PB1 MG591694
3 PA MG591692
4 HA MG591682
5 NP MG591688
6 NA MG591686
7 M MG591684
8 NS MG591690
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KX977729 Almallard duck/Netherlands/26/2010 (H4NS)
HQ014843.2 Alduck/Korea/U14/2007 (H1N3)
100 | KT022244 Alchicken/Guangxi/015C10/2009 (H3N2)
KT022260 A/duck/Guangxi/057D6/2010 (H3N2)
— CY122309 A/mallard/Netherlands/1/2010 (H2N3)
— KX978783 Almallard duck/Netherlands/13/2012 (H3N8)
CY164433 A/mallard/Sweden/5640/2005 (H4N6)
L CY184056 A/mallard/Sweden/68529/2007 (H12N5)

95

87

0.01 Eurasia

- H7N9 China

Americas

Technical Appendix Figure 1. Phylogenetic analysis (982 nt) of the matrix (MP) gene of viruses isolated
from ducks in Kampong Thom province, Cambodia. Trees were generated using the Maximum Likelihood
method based on the General Time Reversible model. Scale bars indicate substitutions per site.

Bootstrap values (n = 500) >70 are indicated. Cambodian isolates indicated in bold italic. North and South

American strains, blue; Eurasian strains, light pink; H7N9 strains from China, red.
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100 — KU160912 A/duck/Guangxi/S2090/2012 (H4N6)
95| — AB812562 A/muscovy duck/Vietnam/LBM198/2012 (H6N2)
100 |- KC986320 A/mallard/Mongolia/651/2010 (H2N3)
AB530989 A/mallard/Hokkaido/24/2009 (H5N1)
KC609824 Alwild duck/Korea/CSM27-12/2009 (H7N6)
KJ764739 Alduck/Korea/372/2009 (H1N1)
%9 - KU160976 A/duck/Hunan/S1012/2009 (H4N6)
KY415900 A/duck/Ganzhou/GZ5/2015 (H4N6)
KY971038 A/goose/Zhejiang/1120078/2014 (H1N2)
KC899709 A/wild duck/SH17-34/2008 (H2N3)
100 1 KC609821 A/mallard/Korea/NHG187/2008 (H7N7)
KC609820 A/Northern shoveler/Korea/SD175/2008 (H7N3)
o510 [~ KP287939 Alduck/Jiangxi/22960/2008 (H10N8)
KJ200724 A/duck/Fujian/S4081/2008 (HEN2)
89 [— GU361425 A/aquatic bird/Korea/w351/2008 (H5N2)
92 * KF260778 A/northern shoveler/Hong Kong/MPE2984/2008 (H10N9)
— HM145608 A/duck/Shantou/4534/2001 (HEN2)
AY585523 A/duck/Zhejiang/11/2000 (H5N1)
MF 145758 A/mallard duck/Netherlands/60/2006 (H3N8)
KX979330 A/mallard duck/Netherlands/24/2009 (H6N1)
74 - CY164415 A/mallard/Sweden/3715/2004 (H4NG)
DQ835807 Alslaty-backed gull/Shandong/38/04 (H5N1)
ﬂ[A/duck/Cambodia/b0120501/2017 (H7N3)
A/duck/Cambodia/b0116502/2017 (H7N3)
100 [ LC316728 A/muscovy duck/Vietnam/LBM838/2015 (HEN1)
100 = | 316720 A/muscovy duck/Vietnam/LBM811/2015 (HENG)

73

91

96

AY303665 Alchicken/Chile/176822/02 (H7N3)
KY463966 A/mallard/Ohio/140S0820/2014 (H7N3)

100 KY511716 Alred knot/Delaware Bay/227/2015 (H7N3)
100 JX465635 Alchicken/Jalisco/CPA1/2012 (H7N3)
100 KX351931 Alchicken/Puebla/CPA 04148 16 CENASA 95294/2016 (H7N3)

100

0.02 Eurasia

- H7N9 China

Americas

Technical Appendix Figure 2. Phylogenetic analysis (2,280 nt) of the polymerase basic protein 2 (PB2)
gene of viruses isolated from ducks in Kampong Thom province, Cambodia. Trees were generated using
the Maximum Likelihood method based on the General Time Reversible model. Scale bars indicate

substitutions per site. Bootstrap values (nh = 500) >70 are indicated. Cambodian isolates indicated in bold

italic. North and South American strains, blue; Eurasian strains, light pink; H7N9 strains from China, red.
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99 ‘[ KU160913 A/duck/Guangxi/S2090/2012 (H4N6)
ABB847427 Alduck/Vietnam/LBM83c-1/2012 (H3N6)
— KJ764738 Alduck/Korea/372/2009 (H1N1)
- CY098236 Alaquatic bird/Korea/CN9/2009 (HENS)
- KX162643 Alduck/Shanghai/67-2/2009 (H4NG)
|——KF260490 Alduck/Jiangxi/19521/2009 (H7N3)
—— CY062546 Almuscovy duck/Thailand/CU-LM1973/2009 (H4N6)
—— KU921394 A/duck/Shanghai/602/2009 (H10N8)
— AB530990 A/mallard/Hokkaido/24/2009 (H5N1)
— JQI973676 Alquail/Jiangsu/k0104/2010 (H5N5)
[ JX454696 Alwild duck/Korea/CSM4-28/2010 (H4NG)
KF260523 A/duck/Jiangxi/3152/2009 (H7N9)
86 | —— HM145528 A/duck/Hunan/491/2005 (H6N2)
d3 | —I__ KX979621 A/Eurasian wigeon/Netherlands/1/2009 (H5N2)
CY165504 A/mallard/Sweden/80014/2008 (H4N6)
100 _I: KT266911 Alduck/Guangxi/052/2010 (HEN5)

100 L— KP287956 A/migratory duck/Jiangxi/21248/2009 (H10N8)
AB981464 A/duck/Nha Trang/21/2013 (H6N2)
AB916681 A/duck/Nha Trang/15/2013 (H4N9)
MF630451 A/duck/Hunan/S11682/2015 (H7N9)
A/duck/Cambodia/b0120501/2017 (H7N3)
100 ! A/duck/Cambodia/b0116502/2017 (H7N3,

%
[=3

T
w

100

100

AY303663 Alchicken/Chile/176822/02 (H7N3)
CY205177 A/mallard/Maryland/120S3628/2013 (H7N3)
KT887265 Alruddy turnstone/New Jersey/UGAI14 1204/2014 (H7N3)
KY463918 A/mallard/Ohio/140S842/2014 (H7N3)
JX465634 Alchicken/Jalisco/CPA1/2012 (H7N3)

100

100

0.02 Eurasia
- H7N9 China
Americas

Technical Appendix Figure 3. Phylogenetic analysis (2,274 nt) of the polymerase basic protein 1 (PB1)
gene of viruses isolated from ducks in Kampong Thom province, Cambodia. Trees were generated using
the Maximum Likelihood method based on the General Time Reversible model. Scale bars indicate

substitutions per site. Bootstrap values (h = 500) >70 are indicated. Cambodian isolates indicated in bold

italic. North and South American strains, blue; Eurasian strains, light pink; H7N9 strains from China, red.
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91L— KP285884 A/migratory duck/Jiangxi/31577/2013 (H10N5)
KF260268 A/duck/Jiangxi/22620/2012 (H11N9)
L_ KY415790 A/duck/Hubei/ZYSYF2/2015 (H3N6)
KP285476 Alduck/Jiangxi/15846/2013 (H10N3)
— LC050582 A/duck/Vietnam/LBM491/2013 (HENG)
{_— LC050630 A/duck/Nha Trang/84/2014 (HEN6)
KJ525974 A/duck/Thailand/CU-12943C/2013 (H11N9)
— LC028159 A/duck/Vietnam/LBM559/2013 (H3N2)
EQ KC693601 A/duck/Taiwan/DV/1846/2010 (H3N8)
9 {,:((2609886 Alwild duck/Korea/MHC40-28/2010 (H7N7)
KM668062 A/green winged teal/Japan/9KS0643/2009 (H12N3)
— KJ525987 A/duck/Thailand/CU-12659T/2012 (H4N6)
[ KU160914 A/duck/Guangxi/S2090/2012 (HAN6)
- LC028103 A/muscovy duck/Vietnam/LBM115/2012 (H3N2)
—1 | LC028143 A/muscovy duck/Vietnam/LBM541/2013 (HEN6)
‘|—f[KP658048 A/duck/Hunan/HN2203/2013 (H1N3)

47| —LC053491 Alduck/Quang Ninh/220/2014 (H3N2)
100| || 991 MF630436 Alduck/Fujian/S4170/2014 (H7N9)
KT589205 Alduck/Zhejiang/D15/2013 (H4NG)

— LC053475 Aimuscovy duck/Vietnam/LBM728/2014 (H3N2)
[A/duck/Cambodia/bM 16502/2017 (H7N3)
100 - A/duck/Cambodia/b0120501/2017 (H7N3)

— CY204525 A/mallard/Maryland/140S1329/2014 (H10N3)
0 CY133674 A/American green winged teal/Mississippi/110S250/2011 (H7N3)
|: KJ567936 A/northern pintail/Wisconsin/130S2778/2013 (H6N2)

99 KY551402 A/mallard/Utah/AH0076030/2016 (H7N3)

0.02 Eurasia

- H7N9 China

Americas

Technical Appendix Figure 4. Phylogenetic analysis (2,151 nt) of the polymerase (PA) gene of viruses
isolated from ducks in Kampong Thom province, Cambodia. Trees were generated using the Maximum
Likelihood method based on the General Time Reversible model. Scale bars indicate substitutions per
site. Bootstrap values (n = 500) >70 are indicated. Cambodian isolates indicated in bold italic. North and

South American strains, blue; Eurasian strains, light pink; H7N9 strains from China, red.
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CY079239 Alavian/Japan/8KI0150/2008 (H3N8)
KJ764768 Alwild duck/Korea/PSC30-20/2010 (H1N1)
L.C121488 A/duck/Hokkaido/W90/2007 (H10N7)
KU366364 A/duck/Jiangxi/7554/2007 (HIN2)
KY131183 A/northern pintail/Alaska/911/2013 (H3N8)
KP287946 Alduck/Jiangxi’22960/2008 (H10N8)
LC121392 A/duck/Mongolia/518/2015 (H10N3)
LC132932 A/duck/Mongolia/572/2015 (H3N8)
CY040970 Alchicken/Laos/A0573/2007 (H3N8)
KX394380 A/duck/Zhejiang/6D10/2013 (H2N8)
KC693637 A/duck/Taiwan/DV1842/2010 (H3N8)
KR265535 A/duck/Japan/9U0036/2009 (H5N2)
AB612888 A/duck/Hokkaido/5/1977 (H3N2)
EF597370 A/duck/Jiang Xi/1286/2005 (H5N2)
JX454725 Alwild bird/Korea/GD42/2005 (H4NG)

9 | A/duck/Cambodia/b0116502/2017 (H7N3)
A/duck/Cambodia/b0120501/2017 (H7N3)

LC070032 A/duck/Vietnam/HU1-1635/2014 (HBN6)
LC070022 A/muscovy duck/Vietnam/HU1-399/2014 (H11N7)
981 L.C070018 A/duck/Vietnam/HU1-1163/2014 (HEN2)
MF630457 A/duck/Hunan/S11682/2015 (H7N9)

AB781665 A/duck/Vietnam/G17-1/2011 (H11N9

91

74

73

76

100

JX465632 Alchicken/Jalisco/CPA1/2012 (H7N3)
5 CY 185949 Alblue winged teal/Louisiana/Al11 2911/2011 (H7N3)
79| 1 KX351617 A/mallard/California/LDC331/2015 (H7N3)
88 - CY205175 A/mallard/Maryland/120S3628/2013 (H7N3)

A
0.05 Eurasia
- H7N9 China
Americas

Technical Appendix Figure 5. Phylogenetic analysis (838 nt) of the nonstructural (NS) gene of viruses
isolated from ducks in Kampong Thom province, Cambodia. Trees were generated using the Maximum
Likelihood method based on the General Time Reversible model. Scale bars indicate substitutions per
site. Bootstrap values (n = 500) >70 are indicated. Cambodian isolates indicated in bold italic. North and
South American strains, blue; Eurasian strains, light pink; H7N9 strains from China, red.
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MG204062 A/duck/Fujian/SD063/2017 (H3N3)
MG214166 A/duck/Fujian/SD061/2017 (H11N3)
MG214167 Alenvironment/Fujian/S1XA33/2017 (H11N3)
KY415760 A/Pigeon/Longquan/LQ67/2016 (H2N8)
KP658069 A/duck/Fujian/84/2013 (HIN8)

MF630502 A/duck/Shanghai/SD015/2015 (H7N9)
MF630510 A/duck/Shanghai/SD016/2015 (H7N9)
KX061831 Alenvironment/Fujian/S3307/2012 (H7N7)
KF259925 A/duck/Wenzhou/771/2013 (H7N3)

KP658063 A/duck/Hunan/HN2203/2013 (H1N3)

100 - A/duck/Cambodia/b0116502/2017 (H7N3)
Alduck/Cambodia/b0120501/2017 (H7N3)
LC050632 A/duck/Nha Trang/84/2014 (HEN6)
MF630454 A/duck/Hunan/S11682/2015 (H7N9)
LC050576 A/duck/Vietnam/LBM211/2012 (H3N8)
CY146597 A/duck/Hunan/S11893/2012 (H4N6)

100

100

100

91

KP413933 Alduck/Huzhou/4268/2013 (H7N7)

a3 | KF042075 Alduck/Zhejiang/DK10/2013 (H7N3)

s> [~ KR864830 A/duck/Zhejiang/71750/2013 (H11N9)
90'KY971164 A/duck/Zhejiang/727D13/2013 (H1N3)

MF630438 A/duck/Fujian/S4170/2014 (H7N9)

——— AB781662 A/duck/Vietnam/G17-1/2011 (H11N9)

_|j CY164403 A/mallard/Sweden/3374/2003 (H4N6)

DQ073414 AfTree sparrow/Henan/4/2004 (H5N1)
AY724258 Alchicken/Hebei/1/2002 (H7N2)

CY109595 A/duck/Fujian/11418/2006 (HENG)

95

99

0.02

AY303658 Alchicken/Chile/176822/02 (H7N3)
JX465633 Alchicken/Jalisco/CPA1/2012 (H7N3)

4@1 Alredhead/Ohio/130S0406/2013 (H7N3)
99 CY177048 A/mallard/California/3956/2012 (H7N3)
Eurasia
- H7N9 China
Americas

Technical Appendix Figure 6. Phylogenetic analysis (1,497 nt) of the nucleoprotein (NP) gene of viruses
isolated from ducks in Kampong Thom province, Cambodia. Trees were generated using the Maximum
Likelihood method based on the General Time Reversible model. Scale bars indicate substitutions per
site. Bootstrap values (n = 500) >70 are indicated. Cambodian isolates indicated in bold italic. North and

South American strains, blue; Eurasian strains, light pink; H7N9 strains from China, red.
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